Structural and functional insights into tRNA binding and adenosine N1-methylation by an archaeal Trm10 homologue

Supplementary tables
: Data collection / processing and model refinement and validation statistics of the SaTrm10 crystals structures. a) Values for the highest resolution shell are given in between brackets. , with Fo(h) and Fc(h) respectively the observed and calculated structure factor amplitudes.
SaTrm10_SAH
SaTrm10_1-249_SAD
(Selenomethionine) 
Supplementary figures
Figure S1: N1-methylation of adenosine (A) and guanosine (B). Note that unlike the N1 atom of guanosine, the N1 atom of adenosine is protonated at physiological pH and that the reaction product 1-methyladenosine (m 1 A) can undergo amino-imino tautomerisation.
Figure S2: Sequence alignment of SaTrm10 (adenosine specific), Trm10 from T. kodakarensis (TkTrm10, adenosine and guanosine specific), Trm10 from S. cerevisiae (ScTrm10, guanosine specific), Trm10 from S. pombe (SpTrm10, guanosine specific) and human TRMT10A (guanosine specific). The secondary structure of SaTrm10, determined from the SaTrm10_SAH crystal structure, is shown underneath the sequences with α-helices shown as yellow tubes and β-strands as red arrows. A blue asterisk above the sequence denotes residues implicated in SAM binding while a red asterisk denotes the two aspartate residues involved in catalysis (D184 and D220). Figure S6 : SDS PAGE displaying the purity of the SaTrm10 variants that are described in this study and for which the tRNA binding and methyltransferase activity were determined ( figure 3 and figure 4 ). 
